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<210> 1 

<211> 862 

<212> DNA 

<213> cDNA 



<220> 

<221> CDS 

<222> (294) . . (620) 

<400> 1 

atgatgttgt gtttggagaa aagagagaag agaattgaat 

gctgttttca gttgaggatt ttggtgagta gccacttgaa 
120 



tagcaggagc tgggaagaaa ggaagaggag gaaggatccc 
180 

taacaccgtg cttatgcaaa gcatagtcca tatgagatct 
240 

ataaagcgaa tggaagttaa attttggact_ttcttccata 
2 96 



gtg act ttg ttg cct ata gag ggc cag gaa gta 
344 

Val Thr Leu Leu Pro lie Glu Gly Gin Glu Val 
5 10 

eta gaa tct gag tgt gtg etc tac aca gga tgg 
392 

Leu Glu Ser Glu Cys Val Leu Tyr Thr Gly Trp 
20 25 

ggc agt tec att tat cca gag gca aaa gca cgc 
4 40 

Gly Ser Ser lie Tyr Pro Glu Ala Lys Ala Arg 
35 40 



aagtacatga ccccttggaa 
atcaagggaa attccatgaa 
. accacttttt tcttcccatc 
gecttataaa aacttgetga 

_atagcttcaa att atg 

Met 
1 

cat ttc ttt gag ate 

His Phe Phe Glu lie 
15 

ata gag cga gec tct 

lie Glu Arg Ala Ser 
30 

ctg cca ctg gag gcg 

Leu Pro Leu Glu Ala 
45 



etc ttg ggt tec aac aaa gaa cct atg ttg cct aag gaa aca gtg ctt 
488 

Leu Leu Gly Ser Asn Lys Glu Pro Met Leu Pro Lys Glu Thr Val Leu 
50 55 60 65 



tct 


ctt 


aaa 


agg 


tac 


aat 


ctt 


ggc 


tec 


tct 


gee 


atg 


aag egg aat 


gtt 


536 




























Ser 


Leu 


Lys 


Arg 


Tyr 


Asn 


Leu 


Gly 


Ser 


Ser 


Ala 


Met 


Lys Arg Asn 


Val 










70 










75 






80 




cct 


gga 


cat 


gtg 


ctt 


cag 


aga 


cct 


tec 


tat 


tta 


acc 


agg ata caa 


gtt 


584 




























Pro 


Gly 


His 


Val 


Leu 


Gin 


Arg 


Pro 


Ser 


Tyr 


Leu 


Thr 


Arg lie Gin 


Val 








85 










90 








95 




aca 


ttg 


tta 


tgc 


aat 


tec 


tct 


get 


gag 


gee 


ctg 


taa 


aaggagtgag 




630 




























Thr 


Leu 


Leu 


Cys 


Asn 


Ser 


Ser 


Ala 


Glu 


Ala 


Leu 












100 










105 















ttaggacaga tgcagcaaga tattaggaca gatttcgccc attattcagg ctgcacaaca 
690 

cagaaggaaa cttgatttca ataagaccca attcttaaca gtcttttcta cccactttta 
750 

cccataactt ttccaaattt ggttcaaatt gtgcagagaa acaataaaat ttttaaaaag 
810 

gataaactgg ctagttaaaa gtaaatggca tttaattaaa acaaatcttg ca 
862 



<210> 2 

<211> 108 

<212> PRT 

<213> cDNA 

<400> 2 

Met Val Thr Leu Leu Pro lie Glu Gly Gin Glu Val His Phe Phe Glu 
15 10 15 



lie Leu Glu Ser , Glu Cys Val Leu .Tyr Thr .Gly Trp lie Glu Arg Ala 
20 25 30 



Ser Gly Ser Ser lie Tyr Pro Glu Ala Lys Ala Arg Leu Pro Leu Glu 
35 40 45 



Ala Leu Leu Gly Ser Asn Lys Glu Pro Met Leu Pro Lys Glu Thr Val 
50 55 60 



Leu Ser Leu Lys Arg Tyr Asn Leu Gly Ser Ser Ala Met Lys Arg Asn 
65 70 75 80 



Val Pro Gly His Val Leu Gin Arg Pro Ser Tyr Leu Thr Arg lie Gin 
85 90 95 



Val Thr Leu Leu Cys Asn Ser Ser Ala Glu Ala Leu 
100 105 



